Key indicators: single-crystal X-ray study; T = 260 K; mean (C-C) = 0.004 Å; R factor = 0.046; wR factor = 0.119; data-to-parameter ratio = 19.4.
In the title compound, C 18 H 17 BrN 2 O 2 , which is a potential human immunodeficiency virus type 1 (HIV-1) non-nucleoside reverse transcriptase inhibitor, the pyrrolidine ring exhibits an envelope conformation. In the crystal structure, intermolecular N-HÁ Á ÁO hydrogen bonds [NÁ Á ÁO = 2.861 (3) Å ] link the molecules into centrosymmetric dimers.
Related literature
For related crystal structures, see: Karapetyan et al. (2002) ; Tamazyan et al. (2002 Tamazyan et al. ( , 2007 . For details of the synthesis, see: Martirosyan et al. (2000 Martirosyan et al. ( , 2004 . For potential pharmacological applications, see : De Clercq (1996) Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx; Ày þ 1; Àz þ 1.
Data collection: DATACOL in CAD-4 (Enraf-Nonius, 1988); cell refinement: LS in CAD-4; data reduction: HELENA (Spek, 1997); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008) and ORTEPII (Johnson, 1976) ; software used to prepare material for publication: SHELXTL. Fig. 1 . The molecular structure of (I) showing the atomic numbering and displacement ellipsoids at the 50% probability level. H atoms omitted for clarity. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Figures

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
